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The Nt-4/1 protein of unknown function has been shown to be
alpha-helical and predominantly expressed in conductive tissues
of tobacco plants. So far, obvious Nt-4/1 orthologs were found only
in ﬂowering plants. We report the analysis of 4/1 genes and the
encoded proteins of lower land plants (Morozov et al., 2015) [1]. In
this data article, we present two phylogenetic trees of angiosperm
4/1 proteins together with orthologs from liverworts, lycophytes,
ferns and gymnosperms.
& 2015 The Authors. Published by Elsevier Inc. This is an open
access article under the CC BY license
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Fig. 1. Neighbour-joining (NJ) tree based on the 4/1 protein sequences showing the phylogenetic relationship between 4/1
polypeptides from land plants. The numbers indicate the NJ bootstrap values for 1000 replicates.
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Fig. 2. The phylogenetic tree based on analysis of the 134 aligned 4/1 proteins from land plants. Fast Minimum Evolution tree
was obtained at http://www.ncbi.nlm.nih.gov/tools/cobalt/ with the use of default parameters.
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TREECON: http://bioinformatics.psb.ugent.be/downloads/psb/Userman/tree
conw.html
1KP: http://www.onekp.comata accessibility With this articleD
Value of the data
 The 4/1 genes are low-copy genes and its molecular evolution is intriguing to understand their
phylogenies among plants.
 Data on phylogenies separately estimated using Fast Minimum Evolution and neighbour-joining
methods enable researchers to examine how the topologies differ from each other.
 Data on phylogenies of 4/1 proteins is intriguing to understand their unique features.
 Data on phylogenies of 4/1 proteins enable researchers to infer the possible ranges of time frames
in the divergence events of 4/1 low-copy genes and its molecular evolution in general.1. Data, experimental design, materials and methods
The phylogenetic tree obtained using COBALT (http://www.ncbi.nlm.nih.gov/tools/cobalt/) Fast
Minimum Evolution method for 4/1 proteins from 62 plant species was presented in [1]. The data
shown here represent the phylogenetic tree of 62 sequences of 4/1 proteins separately reconstructed
using a neighbour-joining method by TREECON 1.3b package (Fig. 1) and combined phylogenetic tree
for 134 plant 4/1 proteins constructed by a COBALT Fast Minimum Evolution method (Fig. 2). All the
sequence data used in this data article were retrieved from NCBI (http://www.ncbi.nlm.nih.gov/) and
1KP databases (http:// www.onekp.com). These sequences were aligned by NCBI protein Multiple
Alignment Tool software using default parameters.Acknowledgements
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